Introduction to R and Bioconductor
In this lecture, Nicolas Delhomme, a bioinformatician from the Furlong Group at EMBL Heidelberg, provides an introduction to R [7] and Bioconductor [8] , which is the software that will be used throughout the course to perform analysis of next generation sequencing [9] data, focusing on post-alignment analysis steps.
Click here to watch the video [10] (18 minutes) Here he briefly describes the Bioconductor packages available for short read analysis. This is just a lightweight introduction and the packages are described more extensively in the next session.
Bioconductor packages for short read analysis-An Overview
In this lecture, Nicolas Delhomme describes the Bioconductor [8] packages available for short read analysis. He provides an introduction to the various applications of these packages, covers what are the issues of the technologies that are commonly used in next generation sequencing [9] and walks users through a typical workflow in the analysis of next generation sequencing data. The various plots that can be used to assess the quality of a sequencing run are presented.
Introduction to ChIP-Seq data and analysis
In this lecture, Bori Gerle, a postdoctoral fellow in the Luscombe Group at EMBL-EBI, gives an introduction to ChIPseq data and its analysis. In addition, you will need to install the Integrated Genome Browser (IGB [51]) to visualise the results of the practical.
Statistical Concepts and Methodologies for Data Analyses
In these two lectures (part 1 and part 2), 
